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RESULT 6 

US-10-367-057-53 

; Sequence 53, Application US/10367057 

; Publication No. US20050.100554A1 

; GENERAL INFORMATION: 

; APPLICANT: Cuthill, Scott; 

APPLICANT: Jackson, Amanda; 

APPLICANT: Lewin, David A. ; 
; APPLICANT: Ooi, Chean Eng 

TITLE OF INVENTION: Complexes and Methods of Using Same 
; FILE REFERENCE: 21402-559 

; CURRENT APPLICATION NUMBER: US/10/367 , 057 

; CURRENT FILING DATE: 2 0 03-02-14 

; PRIOR APPLICATION NUMBER: 60/256,911 

; PRIOR FILING DATE: 2 002-02-14 

; NUMBER OF SEQ ID NOS : 198 

SOFTWARE: CuraSeqList version 0.1 
; SEQ ID NO 53 

LENGTH: 958 

TYPE : PRT 

ORGANISM: Homo sapiens 
US-10-367-057-53 

Query Match 100.0%; Score 82; DB 5; Length 958; 

Best Local Similarity 100.0%; Pred. No. 0.00011; 

Matches 18; Conservative 0; Mismatches 0; Indels 0 ; Gaps 
Qy 1 RQS LLGS RRGRS S LS LAK 18 

Illllllllllllillll 

Db 104 RQSLLGSRRGRSSLSLAK 121 
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EAST Search History 



Ref 

# 


Hits 


Search Query 


DBs 


Default 
Operator 


Plurals 


Time Stamp 


LI 


1 


"20050100554" 


US-PGPUB; 
USPAT 


OR 


ON 


2006/10/20 14:02 


L2 


1 


LI and antibodS 


US-PGPUB; 
USPAT 


OR 


ON 


2006/10/20 14:04 


L3 


4 


GEF-Hl near antibod$ 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


ON 


2006/10/20 15:09 


L4 


4 


(GEF-H1 or ARHGEF2) near 
antibod$ 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


ON 


2006/10/20 15:11 


L5 


22 


(GEF-Hl or ARHGEF2) and antibod$ 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


ON 


2006/10/20 15:12 


L6 


27 


GEF-Hl or ARHGEF2 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


ON 


2006/10/20 15:13 



10/20/2006 5:03:44 PM 

C:\Documents and Settings\xxie\My Documents\EAST\Workspaces\10611671.wsp 
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d his 

(FILE 'HOME' ENTERED AT 17:05:10 ON 20 OCT 2006) 

FILE 'MEDLINE, EMBASE , BIOSIS, CAPLUS ' ENTERED AT 17:05:29 ON 20 OCT 2006 



LI 9 S (GEF-H1 OR GEFH1 OR ARHGEF2) AND ANTIBOD? 

L2 80 S GEF-H1 OR GEFH1 OR ARHGEF2 

L3 9 DUP REM LI (0 DUPLICATES REMOVED) 

L4 41 DUP REM L2 (39 DUPLICATES REMOVED) 

L5 97 S SMEAL T R/AU OR CALLOW M G/AU OR JALLAL B/AU 

L6 44 DUP REM L5 (53 DUPLICATES REMOVED) 

L7 1 S L2 AND L6 



= > 
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SCORE Search Results Details for Application IOC 
and Search Result us-10-611-671-4,rapbm 

Score Home Pa ge Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10611671 and Search Result us-10-6: 

4.rapbm. 

start 

Go Back tc 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on : 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



September 19, 2006, 23:22:28 ; Search time 182 Seconds 

(without alignments) 
45.812 Million cell updates/sec 

US-10-611-671-4 
82 

1 RQSLLGSRRGRSSLSLAK 18 



BLOSUM62 
Gapop 10.0 



Gapext 0 . 5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2097797 



Post -processing : 



Database : 



Minimum Match 0% 
Maximum Match 10 0% 
Listing first 1000 summaries 

Published__Applications_AAJVIain: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB .pep : 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB .pep : 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB .pep : 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB .pep : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



NO. 


Score 


Match 


Length 


DB 


ID 










Description 




1 


82 


100 .0 


18 


4 


US- 


10 


-611- 


671 


-4 


Sequence 4 , 


Appli 


2 


82 


100 .0 


19 


4 


US- 


10 


-611- 


671 


-8 


Sequence 8 , 


Appli 


3 


82 


100 .0 


19 


4 


US- 


10 


-611- 


671 


-9 


Sequence 9 , 


Appli 
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4 


ft 9 
o z 


100 


0 


46 


4 
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10 


-611- 


-671-49 


Secmence 


4 9 , App 1 


5 


82 


100 


0 


92 0 


4 


us - 


10 


-611 


-671-2 


Sequence 


2 , Appli 




82 


100 


0 


958 


5 


us - 


10 


-367 


-057-53 


Sequence 


53, Appl 


7 


ft 9 

o z 


i on 

X VJ VJ . 




994 

y z> *i 


5 


us - 


10 


-723 


-860-2066 

O U w 0 V/ v U 


Secruence 

W LX 11 W V-r 


2 066, Ap 


Q 
O 


^ 4 


6R 


Q 


18 


4 


us - 


10 


-611 


-671-47 


Secmerice 


47, Appl 


Q 


r o 


61 


n 
. yj 


8 5 


4 


us - 


10 


-425 


-115-245626 


Seouence 

Uh/ W S-4 v-» A A w 


245626 , 


i o 

X u 


4 ^ 


54 


9 


6 9 


4 


us - 


10 


-425 


-1 15-225403 


Secjuence 


225403 , 


X X 


4 1 


CO 

J z , 


A 


14 0 


4 


us - 


10 


-425 


-11 R-333843 

J.J ' J J J U T J 


V-^ U^>ll^v- 


333843 


1 9 

X Z 


4 1 


^9 


4 


264 




us - 


11 


-096 


-568A- 25037 


Secruence 


25037, A 


1 1 


4 1 
ft o 


R9 

J z . 


4 


9 ft R 

z o _> 


o 




11 


-096 


- t S6ftA-95036 
j vj t> / i —) \j -j \j 


0 uv.iiv>v^ 


25036 A 




4 3 


52 


4 


2360 


4 


us - 


10 


-437 


-963 - 187801 


Secruence 


187801 , 


1 R 

X O 


4 2 


51 


2 


6 9 


4 


us - 


10 


-437 


-963-129723 


Sequence 


129723 , 


1 6 
J. O 


4 2 


51 


2 


681 


4 


us - 


10 


-43 7 


-963-195028 


Sequence 


195028 , 


1 7 


4 1 




0 


53 


3 


us - 


09 


-864 


-408A- 7878 


Secruence 


7 8 7 8, Ap 


18 


4 1 


50 


. 0 


163 


4 


us - 


10 


-437 


-963-161912 


Sequence 


161912 , 


1 9 

-L Z7 


4 1 


50 


. 0 


188 


5 


US- 


10 


-467 


-657-3200 


Sequence 


3 2 0 0, Ap 


z u 


4 1 


sn 


n 


197 


4 


us - 


10 


-437 


-963 - 165251 


Secruence 


165251 , 


Z X 


4 1 

*± X 


ro 

ZJ VJ 


n 
. u 


2 05 


4 


us - 


10 


-335 


-977-5888 


Sequence 


588 8, Ap 


z z 


4 1 

*± X 


RO 


0 


2 97 


4 


us - 


10 


-42 5 


-115-351232 


Secruence 


351232 , 


9 1 

Z J 


4 1 

ft X 




n 
. u 


^ n i 

j \j o 


4 


us - 


10 


-335 


-977-588 9 


Secruence 


5 8 8 9 Ad 


z ft 


4 1 

ft X 




A 

. u 
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*i 
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uo 


1 0 

X VJ 


~> O ~J 


-977-5890 


^emien ce 


5 8 9 0 Ad 


Z O 


4 1 

*± X 


sn 


n 


3 61 


4 


us - 


10 


-425 


-114 -5104 8 


Secruence 


51048 , A 


9 £ 
z o 


4 1 

ft X 


so 


n 
. u 




4 


us - 


10 


-156 


-761 -13358 


Secruence 


13358 , A 


9 7 
z / 


4 1 

*± X 


en 


o 


796 


3 


us - 


09 


-801 


-368-30 


Secruence 

w vA V* 11 w V— 


30, Appl 


9 ft 
z o 


4 1 

*± X 




. 0 


797 




us - 


11 


-097 


-143-21042 


Secruence 


21042, A 


9 9 

Z -7 


4 1 


50 


. 0 


1522 


4 


us - 


10 


-437 


-963 -175194 


Sequence 


175194 , 




4 n 

ft u 


4 ft 


o 
. o 


18 


4 


us - 


10 


-211 


-088 -35 


Secruence 


3 5 ADDl 


1 1 


4 o 

ft u 


4 ft 


o 
. o 


9 


4 




10 


-42 5 


-115-311936 

J 1 ' J L ^ _) U 


Secruence 


311936 , 


1 9 
J z 


4 o 

ft V 


4 ft 


o 
. o 


12 2 


4 


us - 


10 


-425 


-115-306244 

J 1 » J V U t4 ~ I 


Secruence 


306244 , 


7 1 


4 o 

ft u 


4 ft 
ft o 


Q 

. o 


12 3 


4 


us - 


10 


-4 3 7 


-963-1 63757 


Secruence 


163 757 , 


1 A 

~> ft 


ft u 


4 ft 
ft O 


Q 
. O 


17 9 
x j y 


D 


wo 


1 1 

X X 


- 0 9fi 

\J J D 


- R6ftA- 14^1 


Secruence 


14 51, Ap 


1 c: 


ft u 


4 ft 


O 

. o 


1 en 

1 J V 




nc _ 
wo 


1 0 

X \J 


-49 5 


-1 1 R-y6831 7 

J. _l ) Z, O O -J J- / 


Secrnen ce 


2 68 317 

£1 \J *J f f 


7 6 


4 0 
ft w 


4 ft 
ft o 


. o 


i n 

io u 


4 


wo 


1 0 

X \J 


-744 


- 14 9 - 14 


Secruence 


14 AddI 

»A. X / 4* K> k-/ -A. 




4 o 

ft VJ 


4 ft 
ft o 


o 
. o 


16 0 


5 


us - 


10 


-744 


- 62 0 - 14 


Secruence 

O w v-A n w 


14 , Appl 


1 ft 


4 0 


4 8 


. 8 


16 0 




us - 




-096 


- 56RA- 14 50 


Sequence 


14 50, Ap 


3 9 


4 0 


48 


. 8 


210 




us - 


xx 


-096 


-568A-23933 


Sequence 


23933, A 


4 o 


4 o 


4 8 


. 8 


244 


4 


us - 


10 


-437 


-963-168353 


Sequence 


168353 , 


4 1 


4 0 


4 8 


. 8 


24 7 




us - 


11 


-096 


-568A-23932 


Sequence 


23932, A 


4 9 
1 z 


4 n 


4 ft 


Q 

. o 


24 8 


4 


us - 


10 


-425 


-11 S-300754 

J — 1 > «J w / «J ^ 


Secruence 


300754 , 


4 3 


4 0 


4 8 


8 


24 9 


4 


us - 


10 


-425 


-114-57244 


Sequence 


57244, A 


4 4 


4 0 


4 ft 


Q 
. O 


2 62 


4 


us - 


10 


-180 




Secruence 


13 6 Add 


4 

ft O 


4 n 
*± vj 


4 ft 


o 
. o 


9 9 

Z D Z 


4 


wo 


10 


-183 


-687-P66 


Secruence 

lj w VJ^ \_A Vi A i V^ 


2 6 6 Add 


A £ 


4 n 
ft \j 


A ft 


p 


9 £ 9 
z o z 


4 


TIC _ 

wo 


i n 

X u 


- 4 9 s 
*± z zj 


-1 1 ^-911143 


Secruence 

O CU UCl X V_ V3 


233343 , 


ft / 


a o 

ft vj 


4 ft 


p 


9 7 0 
Z / u 


4 


wo 


1 0 

X V 


-425 


- 114 - 694 4 1 


Secruence 


69441, A 


ft O 


a n 

ft u 


ft O 


p 


jo j 


4 
ft 


wo 


1 o 

X u 


O J y 


- 79 OA - 9 

/ Z W^V z 


S f= m ipnpp 

V3VJ ^* wlXV— V3 


2 Ann] "i 


/I Q 
fl y 


ft u 


ft O 


p 


C. (Z "J 
JO J 


4 
ft 


TTQ - 

u o 


i n 
x u 


- 7 D4 
/ Uft 


_ "3 "3 O _ "7 
J J z / 


S«=>m i pin c pa 


7 Annl i 




ft u 


ft O 


p 


3 D J 


4 
ft 


wo 


i n 

X \J 


-7 04 


J j Z 27 


Cprni p>n r*e 


9 Annl i 


D X 


4 n 

ft u 


4 ft 
ft o 


R 


O O J 


4 


us - 


10 


-704 


-332-11 


Secruence 

kw* VJ VJ \— ■ 11 v w 


1 1 , App 1 


D Z 


a n 

ft u 


4 ft 


p 
. o 


R 7 


4 


us - 


10 


-704 


-332- 14 


Secruence 

tJ V— • VJ ucnv»v. 


14 , Appl 


C -5 

D J 


4 o 

ft vj 


4 ft 


p 


5 64 


4 


us - 


10 


- 7 04 


-332-18 


Secruence 


18 AddI 


~> ft 


4 O 
ft U 


4 ft 
ft o 


p 


9 ft 
o y o 


4 


wo 


1 0 

X \J 


-417 


XJDJ-7/ 


Secruence 


156597 , 


D D 


4 n 

ft u 


4 ft 
ft o 


p 
. o 


719 
/ x z 


4 
ft 


Tic; - 

wo 


1 0 

X \J 


-417 


-961-119191 

JOJ X X Z X J. 


Secruence 

k_7 V— VJ UtllV.\- 


112121 , 


cr (z 
D D 


a n 


4 ft 
ft o 


p 


*7 4 

/ ft D 


4 


TIC! - 
wo 


10 


-425 


-114-fi49ft7 

XX*z D^t^O / 


Secruen ce 

kj Vw VJ UV^ll V— V— - 


64987, A 


c n 
D 1 


TO C 
J J . J 


4 ft 
ft o 


9 
. z 


14 94 

X ft J7 *± 


4 


US - 


10 


-437 




Secruence 

kj VZ* VJ Vni V^ X A V— 


194 014, 


D O 


1 Q 


a n 
f± / 


. o 


7ft 


4 


wo 


1 0 

X \J 


- 7 fi7 


-701 -477^9 


Secruence 

kj <3 VJ VJ C 1 I V— V3 


4 7752, A 


C Q 


1 9 


4 7 


c. 

. D 


84 


4 


us - 


• 10 


-425 


-1 1 ^-9493 02 


Secruence 

iJ V- VJ V-A W 1 A \— V— 


249302 , 


60 


39 


47 


.6 


86 


4 


US- 


■10 


-425 


-115-256239 


Sequence 


256239, 


61 


39 


47 


.6 


86 


4 


us- 


■10 


-425 


-115-356540 


Sequence 


356540, 


62 


39 


47 


.6 


89 


4 


us- 


■10 


-437 


-963-188270 


Sequence 


188270, 


63 


39 


47 


.6 
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4 


us- 


■10 


-425 


-115-205500 


Sequence 


205500, 


64 


39 


47 


.6 


107 


4 


us- 


•10 


-425 


-115-292377 


Sequence 


292377, 
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SCORE Search Results Details for Application 
10611671 and Search Result us-10-611-671- 

4,rapbn, 



Score Home 
Page 



Re t r i e y e A ppl.ica t i o n 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 10611671 and Search Result us-10- 

611-671-4. rapbn. 

start 

Go Back to previous pag 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score : 
Sequence : 

Scoring table: 



Searched : 



September 19, 2006, 23:23:43 ; Search time 32 Seconds 

(without alignments) 
39.739 Million cell updates/sec 

US-10-611-671-4 
82 

1 RQSLLGSRRGRSSLSLAK 18 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 
256596 seqs, 70647373 residues 



Total number of hits satisfying chosen parameters; 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



256596 



Database 



Published_Applications_AA_New : ' 

1 : /EMC_Celerra_SIDS3 /ptodata/ 

2 : /EMC_Celerra_SlDS3 /ptodata/ 

3 : /EMC_Celerra_SIDS3/ptodata/ 

4 : /EMC_Celerra_SIDS3 /ptodata/ 

5 : /EMC_Celerra_SlDS3 /ptodata/ 

6 : /EMC_Celerra_SIDS3 /ptodata/ 

7 : /EMC_Celerra_SIDS3 /ptodata/ 

8 : /EMC_Celerra_SIDS3/ptodata/ 



1 /pubpaa/US 09_NEW_PUB .pep : * 
l/pubpaa/US06_NEWJPUB .pep : * 
l/pubpaa/US07__NEW_PUB .pep : * 
1 /pubpaa/US 0 8_NEW_PUB . pep : * 
l/pubpaa/PCT_NEW_PUB . pep : * 
1 /pubpaa/US 1 0_NEW_PUB . pep : * 
1 /pubpaa/US 1 1_NEW_PUB . pep : * 
1 /pubpaa/US 6 0_NEW_PUB . pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 
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OjjD x x / <i x x 


Sequence 


117211, 


i y 


3 y 


47 . 


.6 


264 


b 


TTC - 
Uo - 


1 n 
x u 


_QC3 
3 JJ 


-jfil/ ZDU-/ 


Sequence 


2509, Ap 


Z U 


3 y 


47 . 


.6 


264 


7 


TTC - 
U O 


X X 


UDD 


- 7 c: c:ri _ "3 0 a 1 

jDDD j O *± D X 


Sequence 


38461, A 


Z 1 


3 y 


47 . 


.6 


264 


7 
1 


TTC _ 
Uo ~ 


X X 


UjD 


-jDDd XUD-7 IX 


Sequence 


105971, 


z z 


"3. Q 

o y 


47 . 


.6 


264 


7 
1 


TTC - 
Uo 


1 1 

X X 


- n c; 

UDD 


_3c: 1 17 9 1 A 

JJJD XX/ZXVJ 


Sequence 


117210, 


") *3 


3 y 


47 , 


.6 


271 


b 


TTC - 
Uo 


x u 


— A A Q 
-443 


_QA9 _"19dfi^ 
-^UZ jZ'lDD 


Sequence 


32465, A 


O A 

Z 4 


"3 O 

j y 


47 , 


.6 


272 


b 


TTC - 
Uo _ 


x u 


_ Q c "3 
D -5 


0427 XXDXD 


Sequence 


11616, A 


o c 
Z D 


"3 O 

«j y 


47 


. 6 


299 


/ 


TTC - 
Uo 


X X 


-UDD 


_ "3 c CD _ 1 A ^ Q7 A 
OJJD 1U j j / u 


Sequence 


105970 , 


z 6 


"3 Q 

3 y 


47 


.6 


299 


•7 


TTC 
Uo - 


1 T 
X X 


- U D b 


_ 7 c cr T3 _ 1 1 7 O A Q 
~ODDd - XX / ZU27 


Sequence 


117209, 


Z^ / 


*3 Q 

3 y 


47 


.6 


301 


b 


TTC 
Uo ~ 


i n 
-L u 


- A A Q 

- ft 4 2 


_QA9-^fi'3.19 
-27UZ DDOXZ 


Sequence 


56312, A 


2 8 


3 9 


47 


.6 


380 


1 
1 


TTC 

Uo - 


X X 


- U D b 


"3C;^T3. 9A1Q9 
ODDd-ZUXOZ 


Sequence 


20182, A 


z y 


1 C3 

3 y 


47 


.6 


391 


1 
1 


TTC 
Uo - 


X X 


- U Db 


-oddd-zuxox 


Sequence 


20181, A 


30 


3 y 


47 


.6 


432 


b 


TTC 

Uo - 


1 n 
x u 


A A Q 
- 4 4 J 


-C»n9-4.RA7R 
-27UZ-ftOft to 


Sequence 


48478, A 


■"3 T 
3 1 


3 0 


46 


.3 


258 


b 


TTC - 
UD 


x u 


- y d 0 


-*3.AQ-9fiP79 
-0*±27 ZOO / Z 


Sequence 


26872, A 


"3 "3 

3 Z 


-3 Q 

3 0 


46 


.3 


277 


n 
1 


TTC _ 
U O 


X X 


UDD 


- m^R-fi9finfi 

J J jD OZDUO 


Sequence 


82606, A 


*3 *a 
3 3 


"3 Q 


46 


. 3 


403 


n 
1 


TTC - 
UO 


X X 


- 7 7 n 

j J U 


-AA'3.-9R9fi 

1U J Z J Z D 


Sequence 


2 526, Ap 


34 


"3 O 

3 0 


46 


.3 


403 


f 


TTC 
UO _ 


1 1 
X X 


O j u 


-AA7-1 fi9flA 
-flUO XOZOI 


Sequence 


16284, A 


3 5 


"3 O 

3 0 


46 


. 3 


433 


b 


TTC 
Uo ~ 


1 n 


J J J 


_1AQ-9fifl71 
-j4j7~ZDO/X 


Sequence 


26871, A 


3 b 


3 0 


46 


. 3 


789 


b 


TTC - 
Uo 


1 A 
X U 


— A A Q 

ft ft 2? 


«. Q A9 -Afi 1 ^ fiA 


Sequence 


46564, A 


"3 *"7 
3 / 


"3 O 

3 0 


46 


.3 


789 


b 


TTC - 
Uo 


x u 


- A A Q 

- ft fi ^7 


_QA9 -APQQQ 
?UZ 40272727 


Sequence 


48999, A 


"5 O 

3 o 


"3 Q 

3 0 


46 


.3 


1536 


1 


TTC - 
Uo 


1 1 

X X 


- j j U 


-AA*3.-1 "3.9R 
4UO XOZj 


Sequence 


1325, Ap 


3 9 


3 / 


45 


. 1 


72 


b 


TTC 
Uo - 


X u 


/l A Q 
- 4 4 y 


_QA9_4AR97 
-3UZ~ftftDZ / 


Sequence 


44527, A 


a r» 
4 0 


"3 1 

3 / 


45 


. 1 


113 


/ 


TTC - 
Uo 


X X 


UDD 


- "3. q c;r _ 1 171 C 
OOOD Xj / xd 


Sequence 


13716, A 


4 1 


"3 *7 

3 / 


45 


. 1 


114 


n 
1 


TTC - 
Uo 


1 1 

X X 


_9Q3 
Z 27 j 


-fiQ7-A^71 
Dj/tj/X 


Sequence 


4 571, Ap 


4 z 


"3 r 7 
3 / 


45 


. 1 


151 


1 


TTC - 
Uo 


1 i 

X X 


.nee 

- UDD 


_ -3 C CD _ 1 371 1 

Ojjd xo / xo 


Sequence 


13713, A 


4 3 


"3 "7 
3 / 


45 


. 1 


392 


■7 
1 


TTC - 
Uo 


X X 


_3Tn 
jjU 


-AA"3. _77iq 
4 u 0 / / 0 y 


Sequence 


7739, Ap 


44 


"3 1 

3 / 


45 


.1 


402 


n 
1 


TTC - 
Uo 


X X 


- 1 "3. n 


-zini-fifiifi 

*"4UO DDjD 


Sequence 


6636, Ap 


4 5 


"3 H 
3 / 


45 


.1 


406 


1 


TTC 
Uo - 


X X 


_3-3H 
JJU 


-4fl1-mi1 
- 4UO~D0jO 


Sequence 


5333, Ap 


46 


3 7 


45 


. 1 


434 


1 


TTC 

Uo - 


• X X 


- Z Z X 


•3 *3 O _ Q A 
- O O Z - 274 


Sequence 


94, Appl 


4 / 


3 / 


45 


. 1 


602 


n 
1 


TTC - 
UO - 


. 1 1 
X X 


-UDD 


- "3. R c^R - RSm 4 
OJJD OOUXt 


Sequence 


88014, A 


4 8 


3 / 


45 


. 1 


604 


1 


TTC 

Uo - 


1 T 
X X 


-UDD 


-"3.c; cd _ QQfil 1 
- jD jd-OoUIj 


Sequence 


88013, A 


4 9 


3 / 


45 


.1 


639 


1 


TTC 

Uo - 


■ X X 


- U D b 


*3CCD_Qpni 9 
- J jjtS-OOUlZ 


Sequence 


88012, A 


50 


"3 

3 / 


45 


. 1 


644 


1 


TTC 
Uo - 


■ X X 


-UDD 


•3CC.T2J-71 979 
-J JJD /XZ / z 


Sequence 


71272, A 


c i 

bl 


"3 n 
3 / 


45 


. 1 


679 


*n 
1 


TTC 
Uo - 


1 1 

■ X X 


"UDD 


-1C^R-71 971 
Ojjd /xz / x 


Sequence 


71271, A 


52 


3 / 


45 


. 1 


686 


-7 


TTC 
US" 


• X X 


n 1 n 
- U j u 


fi "3. - 9 9 
- D D j Z Z 


Sequence 


22, Appl 


b3 


*3 -7 

3 / 


45 


. 1 


752 


■7 
1 


TTC 
Uo - 


■ X X 


_ n c e: 
UDD 


- m 7 1 9 7 a 

Ojjd /XZ / U 


Sequence 


71270, A 


b4 


"3 £T 
3 D 


43 


.9 


134 


b 


TTC 

us - 


. 1 n 
■ x u 


- A A Q 
ft 4 


-QA9_c;i 990 
— 27 U Z "DXZZO 


Sequence 


51228, A 


55 


36 


43 


. 9 


142 


6 


US- 


-10 


-449 


-902-55870 


Sequence 


55870, A 


56 


36 


43 


.9 


187 


6 


US> 


•10 


-953 


-349-6691 


Sequence 


6691, Ap 


57 


36 


43 


.9 


188 


6 


us- 


■10 


-953 


-349-8410 


Sequence 


8410, Ap 


58 


36 


43 


.9 


197 


6 


us- 


•10 


-953 


-349-6690 


Sequence 


6690, Ap 


59 


36 


43 


. 9 


201 


7 


us- 


• 11 


-056 


-355B-24263 


Sequence 


24263, A 
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This page gives you Search Results detail for the Application 10611671 and Search Result us-10-6: 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein 



Run on: 



protein search, using sw model 
September 19, 2006, 23:17:1 



8 ; Search time 3 9 Seconds 

(without alignments) 

44.408 Million cell updates/sec 



Title: US- 10 -611 -67 1-4 

Perfect score: 82 

Sequence: 1 RQSLLGSRRGRSSLSLAK 18 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



283416 



Database 



PIR_8 0 : * 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


75 


91 .5 


573 


2 


149342 


hypothetical oncog 


2 


43 


52 .4 


405 


2 


AI3232 


replication protei 


3 


42 


51 .2 


86 


2 


E64003 


hypothetical prote 


4 


41 


50 .0 


188 


2 


G81155 


hypothetical prote 


5 


41 


50 . 0 


188 


2 


H81949 


hypothetical prote 


6 


41 


50.0 


250 


2 


T14546 


beta- f ructof uranos 


7 


41 


50 .0 


796 


1 


A32434 


abaA protein - Erne 


8 


40 


48 . 8 


414 


2 


C89428 


protein T08D2 . 7 [i 
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SCORE Search Results Details for Application 
10611671 and Search Result us-10-611-671- 
4,rup, 

Score Home Ret riev e Application SCORE System SCORE Comments / 

Page List Overview FAQ Sugg estions 

This page gives you Search Results detail for the Application 10611671 and Search Result us-10- 

611-671-4. rup. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: September 19, 2006, 23:13:02 ; Search time 296 Seconds 

(without alignments) 
56.251 Million cell updates/sec 



Title: 



US-10-611-671-4 



Perfect score: 82 
Sequence : 

Scoring table : 
Searched : 



1 RQSLLGSRRGRSSLSLAK 18 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 
2849598 seqs, 925015592 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



2849598 



Post-processing: Minimum Match 0% 

Maximum Match 10 0% 

Listing first 1000 summaries 

Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


82 


100 


0 


893 


1 


ARHG2_HUMAN 


Q92974 


homo 


sapien 


2 


82 


100 


0 


958 


2 


Q9H023_HUMAN 


Q9h023 


homo 


sapien 


3 


82 


100 


0 


959 


2 


Q8WUG4_HUMAN 


Q8wug4 


homo 


sapien 


4 


82 


100 


0 


964 


2 


Q865S2_CANFA 


Q865S2 


canis 


3 famil 
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61 


41 
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. 0 
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2 


Q5F9K2_NEIG1 


62 


41 


50 


. 0 


188 


2 


Q9JV3 1_NEIMA 


63 


41 


50 


. 0 


188 


2 


Q9K019_NEIMB 


64 


41 


50 


. 0 
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2 


Q4TGG5_TETNG 


65 


41 


50 


. 0 


250 


2 


Q4 264 6_BETVU 



Q8tda3 homo sapien 
Q5vy92 homo sapien 
Q865s3 canis famil 
Q5vy93 homo sapien 
Q60875 mus musculu 
Q3tyz4 mus musculu 
Q3tbi4 mus musculu 
Q3tjl6 mus musculu 
Q5fvc2 rattus norv 
Q8chel mus musculu 
Q923e0 mus musculu 
Q9esg7 mus musculu 
Q9w736 xenopus lae 
Q6inn2 xenopus lae 
Q6ax47 xenopus lae 
Q6nyl4 xenopus tro 
Q4swe0 tetraodon n 
Q4rap6 tetraodon n 
Q5dgz3 schistosoma 
Q8tjjl methanosarc 
P58966 methanosarc 
Q46fzl methanosarc 
Q21r0 9 syntrophus 
Q7uqy8 rhodopirell 
Q396al burkholderi 
Q3stk5 nitrobacter 
Q6fvrl Candida gla 
Q41ql7 methanococc 
Q56jk9 apis mellif 
Q54bvl dictyosteli 
Q72a69 desulfovibr 
066165 agrobacteri 
Q8u691 agrobacceri 
Q7d2p0 agrobacteri 
Q8zt56 pyrobaculum 
Q2 juf 7 cyanobacter 
Q6bz53 debarybmyce 
Q4pbd7 ustilago ma 
Q4uag2 theileria a 
Q6eui5 oryza sativ 
Q5b6d9 aspergillus 
Q6k5x0 oryza sativ 
P43960 haemophilus 
Q3ayl8 synechococc 
Q7u6m3 synechococc 
Q4rn31 tetraodon n 
Q61rv3 photobacter 
Q8gvc7 phytophthor 
Q3w7x0 frankia sp . 
Q7s6r5 neurospora 
Q4p9d2 ustilago ma 
Q4dle2 trypanosoma 
Q4dun0 trypanosoma 
Q3glg5 pelobacter 
Q8vnr2 escherichia 
Q8kl53 rhizobium e 
Q5f9k2 neisseria g 
Q9jv31 neisseria m 
Q9k019 neisseria m 
Q4tgg5 tetraodon n 
Q42646 beta vulgar 
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SCORE Search Results Details for Application 
10611671 and Search Result us-10-611-671-4.i 



Score Home Page Retrieve Application List SCORE System Overview SCORE FAQ Comments / Sugg 

This page gives you Search Results detail for the Application 10611671 and Search Result us-10-6: 

4.rai. 

start 

Go _Back to^prev. 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM protein - protein search, using sw model 



Run on : 



September 19, 2006, 23:22:18 ; Search time 51 Seconds 

(without alignments) 
30.893 Million cell updates/sec 



Title: US- 10 -611 -671 -4 

Perfect score: 82 
Sequence : 

Scoring table : 
Searched: 



1 RQSLLGSRRGRSSLSLAK 18 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 
650591 seqs, 87530628 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 

Listing first 1000 summaries 



Database : 



650591 



Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_C0MB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB . pep : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/iaa/RE_COMB.pep: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 



Score 



Query 

Match Length DB 



ID 



Description 



1 43 52.4 534 2 US - 09 -252 - 991 A- 3 2 0 86 

2 42 51.2 774 2 US-09-252 -991A-29669 



Sequence 32086, A 
Sequence 29669, A 
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SCORE Search Results Details for Application 
10611671 and Search Result us-10-611-671- 
4,rag. 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Sug g estions 

This page gives you Search Results detail for the Application 10611671 and Search Result us-10- 

611-671-4. rag. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title : 

Perfect score: 
Sequence : 

-> 

Scoring table: 



Searched : 



September 19, 2006, 23:12:23 ; Search time 197 Seconds 

(without alignments) 
41.776 Million cell updates/sec 

US-10-611-671-4 
82 

1 RQSLLGSRRGRSSLSLAK 18 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 

2589679 seqs, 457216429 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



2589679 



Database : A_Geneseq_8 : * 

1 : geneseqpl980s : * 

2: geneseqpl990s : * 

3 : geneseqp2000s : * 

4 : geneseqp2 001s : * 

5 : geneseqp2002s : * 

6: geneseqp2 003as : * 

7: geneseqp2 003bs : * 

8 : geneseqp2004s : * 

9 : geneseqp2005s : * 

10: geneseqp2006s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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